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Ref srsncs • 

Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI -BLAST: a new generation of protein database search 
programs", Nucleic Acids Res. 25:3389-3402. 

RID: 9979777 04-13946-4068 
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Sequences producing significant alignments: 

gi : 744603 1 j pir 1 A5 61C1 collagen alpha 1 (XVIII) chain precur. 
gi | 2137133 pirj '.S724S0 alpha 1 (XVIII) collagen - mouse (fra. 
gi i 1393 r? 351 j ref - NP 03 4059. Ij procollagen, type XVIII, alpha. 
gi ! 53 9809 jpir : ! PN0675 collagen alpha 1 (XVIII) chain - mouse. 
: 12644252 j sp | P39061 I CA1H MOUSE COLLAGEN ALPHA 1 (XVIII) CK . 



7739^7-7 :qbj AAF69O09. 1 ; 



(AF257775) endostatm [Mus musculus] 
Chain A, Murine Endostatin, Crystal 
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Alignments 

> gi i 7446031 jpir| | A561C1 collagen alpha 1 ■.XVIII) chain precursor, short splice form - mouse 
Length = 1315 

Score = 48.1 bits {113), Expect = 2e-05 

Identities = 20/20 (100%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 2 0 

HTHQDFQPVLHLVALNTPLS 
Sbjct: 113 2 HTHQDFQPVLHLVALNTPLS 1151 

> gi |2137133 |pir | | S72450 alpha 1 (XVII I) collagen - mouse (fragment) 
qi i 5112 98 Igb | AAA197 87 . 1 [ (L22545) alpha 1 (XVIII) collagen [Mus musculus] 
Length = 1288 

Score = 48.1 bits (113), Expect - 2e-05 

Identities = 20/20 (100%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 2 0 

HTHQDFQPVLHLVALNTPLS 
Sbjct: 1105 HTHQDFQPVLHLVALNTPLS 1124 

> gi 1 13937351 I ref 1 NP 034059. l[ procollagen, type XVIII, alpha 1 [Mus musculus] 
qi | 116 790 5 jgb | AAC52 901 . 1 \ (U03715) alpha- 1 ( XVIII ) collagen [Mus musculus] 
Length = 1315 

Score = 48.1 bits (113), Expect = 2e-05 

Identities = 20/20 (100%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 2 0 

HTHQDFQPVLHLVALNTPLS 
Sbjct: 1132 HTHQDFQPVLHLVALNTPLS 1151 



> gil539809 



qi | 467517 



pir 



dbi 



| PN0675 collagen alpha 1 (XVIII) chain - mouse (fragment) 
BAA04 48 3 . 1 | (D17546) Collagen [Mus musculus] 



Length = 1140 

Score = 48.1 bits (113), Expect = 2e-05 

Identities = 20/20 (100%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 20 

HTHQDFQPVLHLVALNTPLS 
Sbjct: 957 HTHQDFQPVLHLVALNTPLS 976 

> gi 1 12644252 | sp ! P39061 I CA1H MOUSE COLLAGEN ALPHA 1 (XVIII) CHAIN PRECURSOR [CONTAINS: ENDOSTATIN] 
gi i 116 7907 ■ gb I AAC52 902 . 1 j (U03715) alpha - 1 ( XVI 1 1 ) collagen [Mus musculus] 
Length = 1527 

Score - 46.6 bits (109), Expect = 5e-05 

Identities = 20/20 (100%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 2 0 

HTHQDFQPVLHLVALNTPLS 
Sbjct: 1344 HTHQDFQPVLHLVALNTPLS 1363 

> gi 1 7739777 i gb AAF69009.1' (AF257775) endostatm [Mus musculus] 
Length = 184 

Score = 46.2 bits (108), Expect - 7e-05 
Identities = 20/20 (100%), Positives = 20/; 

Query: 1 HTHQDFQPVLHLVALNTPLS 2 0 
HTHQDFQPVLHLVALNTPLS 
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Sbjct: 1 HTHQDFQPVLHLVALNTPLS 20 

>ai- 309646llpdbilDYl!A Cham A, Murine Endostatin, Crystal Form Iii 
^Jl^^^npYmCh^n A, Murine Endostatin, Crystal Form Ii 
Length = 188 

Score = 45.8 bits (107), Expect = 8e-05 

Identities = 20/20 (100%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 20 

HTHQD FQP VLHLV ALNT P L S 
Sbjct: 5 HTHQDFQPVLHLVALNTPLS 24 

* a i Ii083262|pirl iA54072 collagen alpha l(XVIII) chain - mouse (fragment) 

^^^M^^^l 1 ^ {V0311 " ] Slpha UXVIII) COUa9en tMUS mUSCUlUSl 
Length = 482 

Score = 45.8 bits (107), Expect = 9e " 05 

Identities = 20/20 (100%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 2 0 

HTHQDFQPVLHLVALNTPLS 
Sbjct: 2 99 HTHQDFQPVLHLVALNTPLS 318 

^Mi.7906| qbiAAC52903.li (U03715) alpha- 1 (XVIII ) collagen [Mus musculus] 
' Length = 1774 

Score = 45.8 bits (107), Expect - le-04 

Identities = 20/20 (100%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 20 

HTHQDFQPVLHLVALNTPLS 
Sbjct: 1591 HTHQDFQPVLHLVALNTPLS 1610 

,n i | 7446033l P ir||B 5 6101 collagen alpha l(XVIII) chain precursor, long splice form - mouse 
Length = 1774 

Score = 45.8 bits (107), Expect = le-04 

Identities = 20/20 (100%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 20 

HTHQDFQPVLHLVALNTPLS 
Sbjct: 1591 HTHQDFQPVLHLVALNTPLS 1610 

> q i!2920537lgblAAC39659.ll (AF018082) type XVIII collagen [Homo sapiens] 
Length = 1336 

Score = 43.1 bits (100), Expect - 6e-04 
Identities = 17/20 (85%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 2 0 

H+H+DFQPVLHLVALN+PLS 
Sb]Ct: 1154 HSHRDFQPVLHLVALNSPLS 1173 

>2il600^^ (AF189709) collagen XVIII [Rattus norvegicus] 

Length - 226 

Score = 43.1 bits (100), Expect = 7e-04 
Identities = 19/20 (95%), Positives = 19/z0 (95%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 20 

HTHQDF PVLHLVALNTPLS 
Sbjct: 43 HTHQDFHPVLHLVALNTPLS 62 



> ci : IC 823 00 
ci ' 56 2794 j gb 



p^rl'A53019 collagen alpha l(XVIII) chain - human (fragment) 
^rfl^Tl (L22548) collagen type XVIII alpha 1 [Homo sapiens 



Length - 6 84 



Score = 42.7 bits (99), Expect = Be- 
Identities = 17/20 (85%), Positives = 20/zo 

Query; 1 HTHQDFQPVLHLVALNTPLS 20 




h up : ' ■ w w w . n cb i . n lm. n ih . go v blast. B I ast . cgi 



H+H+DFQPVLHLVALN+ PLS 
Sbjct: 502 HSHRDFQPVLHLVALNSPLS 521 

qi 12920535 jq b I AAC3 96E.8.1 I (AF018081) type XVIII collagen [Homo sapiensj 
Length = 1516 

Score = 42.0 bits (97), Expect = 0.001 

Identities = 17/20 (85%), Positives - 20/20 ( 100% J 

Query: 1 HTHQDFQPVLHLVALNTPLS 2 0 

H+H+DFQ PVLHLVALN + P LS 
Sbjct: 1334 HSHRDFQPVLHLVALNSPLS 1353 

> qi[7717447|er^lCAB90482.ll (AL163302) human type XVIII collagen [Homo sapiens] 
Length - 1519 

Score = 42.0 bits (97), Expect = 0.001 

Identities = 17/20 (85%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 2 0 

H+H+DFQ PVLHLVALN+ PLS 
Sbjct: 13 3 7 HSHRDFQPVLHLVALNSPLS 13 56 

> qii6013265lqb!AAP01310.ll (AF184060) type XVIII collagen [Homo sapiens] 
Length = 184 

Score = 41.6 bits (96), Expect = 0.002 

Identities = 17/20 (85%), Positives = 20/20 (100%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 2 0 

H+H+DFQPVLHLVALN+ PLS 
Sbjct: 2 HSHRDFQPVLHLVALNSPLS 21 
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Length = 178 









Score = 41.2 bits (95), Expect = 0.002 
Identities = 17/20 (85%), Positives = 19/20 (95%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 2 0 

H+H+DFQPVLHLVALN PLS 
Sbjct: 1 HSHRDFQPVLHLVALNAPLS 20 

> qi | 14780774 | ref |XP 016106.21 collagen, type XVIII, alpha [Homo sapiens] 
Length = 525 

Score = 40.4 bits (93), Expect = 0.004 

Identities = 17/20 (85%), Positives - 20/20 (100%) 



HTHQDFQPVLHLVALNTPLS 2 0 
H+H+DFQPVLHLVALN+PLS 
Sbjct: 34 3 HSHRDFQPVLHLVALNSPLS 1*6 2 

3493 143 :gb AAC33294 .1 j {AF083440) collagen XVIII [Gallus gallus] 
Length = 386 



Query: 1 



>2 



Score =40.0 bits (92), Expect = 0.005 
Identities - 18/20 (90%), Positives = 13/20 (90%) 

Query: 1 HTHQDFQPVLHLVALNTPLS 20 

H KQDFQP LHLVALNTPLS 
Sbjct: 203 HVHQDFQPALHLVALNTPLS 222 
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> qi ;4 556170jpdb 1KQE : 
Length = 172 



Endos tat : 



Score = 32.7 bits (73), Expect =0.80 

Identities = 14/14 (100%), Positives = 14/14 u00% ; 

Query: 7 QPVLHLVALNTPLS 2 0 

QPVLHLVALNTPLS 
Sbjct: 1 QPVLHLVALNTPLS 14 

Database: nr 

Posted date: Aug 14, 2001 9:05 PM 
Number of letters in database: 233,319,389 
Number of sequences in database: 735,524 



Lambda 
0.323 



K H 
0.135 0.423 



Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 
Number of Hits to DB : 9,201,175 
Number of Sequences: 736524 
Number of extensions: 89568 

Number of successful extensions: 395136991356 

Number of sequences better than 10.0: 268722324 

Number of HSP 1 s better than 10.0 without gapping: 20 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping m prelim test: 1U4 

Number of HSP's gapped (non-prelim) : 20 

length of query: 20 

length of database: 233,319,389 

effective HSP length: 0 

effective length of query: 24 

effective length of database: 233,319,389 

effective search space: 5599665336 

effective search space used: 5599665336 

T: 11 
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